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METHODS SUPPLEMENT 

(a) RAD-PE library preparation. In short, lOOng of genomic DNA from each individual 
was digested with 2 U of Sbfl-HF enzyme (New England Biolabs, Beverly MA, USA) for 
60 min at 37° C. The reactions were then inactivated by holding at 65° C for 20 min. The 
PI adapter (a modified Illumina adapter, see Baird et al. (1)) was ligated to the products 
of the restriction reactions, and the "barcoding" of the various samples was achieved with 
a set of index nucleotides within the PI adapter sequence. 1 uL of 100 nM PI adapter 
was then added to each sample with 60 U T4 DNA Ligase (Enzymatics, Inc.). Reactions 
were incubated at room temperature for 1 hour and then heat-inactivated by holding at 
65° C for 10 min. The reactions were then pooled and the products were randomly 
sheared to a mean size of 500 bp using a Bioruptor NGS (Diagenode). The material was 
electrophoresed through a 1 .5% agarose gel and DNA in the range of 200-700 bp was 
isolated using a MinElute Gel Extraction Kit (Qiagen). To remove overhangs, ssDNA 
ends were treated with 1 uL High Concentration End-Repair Mix (Enzymatics, Inc.). 
The samples were then purified by passing through a MinElute column (Qiagen) and 3'- 
adenine overhangs were added by the addition of 50 U Klenow (3 '-5' exo-) (Enzymatics) 
and 1 uL lOmM dATP. Samples were then incubation at 37° C for 30 min. Following 
re-purification, 1 uL of 1 uM P2 adapter (a modified Illumina adapter, see Baird et 
al. (1)) was ligated with 600 U T4 DNA Ligase (Enzymatics, Inc.) for 1 hour at room 



temperature. The samples were then purified as above and eluted in a volume of 15 uL. 
Following quantification using a Qubit fluorimeter (Invitrogen), 10 ng was taken as the 
template for a 100 uL PCR containing 50 uL Phusion Master Mix (NEB), 5 uL 10 uM 
PI amplification primer and 5 uL 10 uM P2 amplification primer. The Phusion PCR 
settings followed standard protocols (NEB) over 18 cycles. Amplicons were then gel 
purified, the size range 300-700 bp was excised from the gel and its DNA content 
adjusted to 3.6 ng/uL. 

(b) Pre-amplification and final SNPtype Assay amplification protocol. All protocols 
and genotyping efforts were carried out with the use of Fluidigm Corporation SNPtype™ 
Assays designed for 96.96 Dynamic Genotyping Arrays™ on an EP1™ Genotyping 
System. This platform enabled us to efficiently genotype 96 SNP loci in 94 individuals at 
a time with two non-template controls per run. An initial pre-amplification step was 
performed on genomic DNA using a primer pool containing 96 unlabeled locus specific 
SNPtype primers (Specific Target Amplification (STA) and Locus Specific Primer (LSP) 
assays) made up ahead of time according to the following parameters: 2 \il 100 \iM STA 
primer for each of 96 assays, 2 \il 100 [iM LSP primer for each of 96 assays, 16 \il 5 [iM 
Tris dH 2 0. PCR master mix was comprised of: 2.6 \il Qiagen® 2X Multiplex PCR 
Master Mix, 0.52 ^xl primer pool, 0.78 \il dH 2 0. Pre-amplification thermal cycling 
conditions were as follows: an initial denaturation of 15 min at 95 °C, then [15 s at 95 °C 
and 4 min at 60 °C] x 14 and a final hold at 10 °C. Products were then diluted 1:100 with 
2 uM Tris dH 2 0. We ran samples as: 2.5 ul diluted DNA, 3 yd Biotium Fast Probe qPCR 
Master Mix, 0.3 \i\ SNPtype 20X Sample Loading Reagent, 0.1 ^1 60X SNPtype reagent, 



0.036 yd ROX™ Passive Reference Dye, 0.064 |il dH 2 0. Assays were ran as: 1 \il 
SNPtype assay mix (Allele Specific Primer (ASP) and LSP assays), 2.5 \il 2X Assay 
Loading Reagent, 1.5 ^xl dH 2 0. Once loaded into the array, samples and assays went 
through another amplification step in order to detect SNP-specific alleles: a thermal mix 
step of [30 min at 70 °C and 10 min at 25 °C], initial denaturation of 5 min at 95 °C, [95 
°C for 15 s, 63 °C for 45 s, 72 °C for 15 s] x 3 (-1 °C/cycle), [95 °C for 15 s, 60 °C for 45 
s, 72 °C for 15 s] x 34 and a final cooling step of 25 °C for 10 s. We imaged results and 
called alleles with Fluidigm Genotyping Analysis Software. 

Figure Legend 

SI Figure 1. Results of the population genetic analysis for Wilson's warblers across the 
breeding range using STRUCTURE. These data depict the output from all 10 runs at 
each K value (K= 1-9) and the data are plotted using the program Distruct. 



SI Table 1. RAD sequencing results forSNP ascertainment panel. For each individual, the population, the subspecies, the library prep pool 
("pool"), the number of Hlumina sequencing reads attained for the sample ("N reads"), the number of unique RADtags with between 5x and 
lOOx coverage ("N RADtags"), the median depth of sequencing coverage for the sample across all RADtags ("Med. seq. depth"), and the 
mean quality score per pool ("Mean Quality Score") are indicated. 



Individual 


Population 


Subspecies 


Pool 


N reads 


N RADtags 


Med seq. 
depth 


Mean 
Quality 


QUE_98N2036 


Lac St. Jean, Quebec 


W. c. pusilia 


C 


7,551,325 


168,880 


28 


35 


QUE_98N2038 


Lac St. Jean, Quebec 


W. c. pusilia 


C 


9,621,485 


178,891 


35 


35 


QUE_98N2040 


Lac St. Jean, Quebec 


W. c. pusilia 


c 


9,295,065 


172,704 


35 


35 


QUE_98N2043 


Lac St. Jean, Quebec 


W. c. pusilia 


c 


9,488,049 


176,141 


35 


35 


QUE_98N2044 


Lac St. Jean, Quebec 


W. c. pusilia 


c 


8,713,916 


173,084 


32 


35 


AB_03N2126 


Cochran, Alberta 


W. c. pusilia! W. c.pileolata 


D 


6,938,762 


158,537 


27 


35 


AB_03N2127 


Cochran, Alberta 


W. c. pusilia! W. c.pileolata 


D 


8,761,518 


175,795 


30 


35 


AB_03N2128 


Cochran, Alberta 


W. c. pusilia! W. c.pileolata 


D 


8,901,837 


178,996 


30 


35 


AB_03N2182 


Cochran, Alberta 


W. c. pusilia! W. c.pileolata 


D 


6,551,410 


159,025 


25 


35 


AB_03N218S 


Cochran, Alberta 


W. c. pusilia! W. c.pileolata 


D 


7,230,512 


164,589 


27 


35 


AK_97N4037 


Juneau, AK 


W. c. pileolata 


D 


8,829,749 


174,495 


32 


35 


AK_97N4039 


Juneau, AK 


W. c. pileolata 


D 


9,222,262 


176,075 


33 


35 


AK_97N4046 


Juneau , AK 


W. c. pileolata 


D 


8,826,285 


173,830 


32 


35 


AK_97N4049 


Juneau, AK 


W. c. pileolata 


D 


8,899,908 


172,830 


33 


35 


AK_97N40S9 


Juneau, AK 


W. c. pileolata 


D 


5,574,860 


161,879 


22 


35 


06N26S37 


Cibola, AZ 


W. c. pileolata 


E 


15,425,338 


336,924 


26 


35 


96N23S6 


LakeTahoe.CA 


W. c. chryseola 


E 


15,955,805 


340,694 


27 


35 


PRBO_08 


Point Reyes, CA 


W. c. chryseola 


E 


6,302,518 


154,403 


25 


35 


PRBO_ll 


Point Reyes, CA 


W. c. chryseola 


E 


18,699,537 


204,819 


56 


35 


PRBO_19 


Point Reyes, CA 


W. c. chryseola 


E 


20,436,772 


212,079 


57 


35 


PRBO_20 


Point Reyes, CA 


W. c. chryseola 


E 


16,037,892 


197,870 


48 


35 


PRBO_2S 


Point Reyes, CA 


W. c. chryseola 


E 


7,503,722 


164,383 


28 


35 



SI Table 2. SNPType Assay information. 
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GCCATAACTATGAAGTGC CTTA G TTTT G G CTTTG AT 
ATGACTGAGTTGTGAGCCTCAGAAAACAATGTTCTC 

AB_AK_02 8 3027501 1 0.25 0.9 0.75 0 2 4 5 4 5 AGC[A/G]TGCACTCCAGGGTGTTG TTTCTTC CTTC AA 240 28.08 1133 

AGCTGCTGAAATGCGCAGCAGAGAG G ATTT ACTG T 
GAGCAACTGA 

TG CTG AA ATCTACT A ATT A ATTC C A ACTTCAAA C A C C 
CATAAAGACACACTCCATCTGACCACGATGAAATCT 

AB_AK_03 3 22026684 0.25 0.125 0.75 0.4 0 244 55 CA[T/C]GGCTAGCATTG CTATTTG TC AG AG G AAAA G 373 32.91 929 

C A ACTTCC AAATTGTC ACGTCT CTCCAAC AA CG TG G T 
TCCTTCCC 

CAGACATCCCAGACTCGGTGTCACTCCGG CATCTC A 
TCAAA C A G G A A ATTG CTTTTCC AG GGTCATCTGGGA 

AB_AK_04 14 16110885 0.75 1 0.375 0.5 1 2 44 55 TCT[C/G]GGCACGAACTGCTCGTCATCAG C ATAATA 381 18.93 745 

ATGGCAGCTG AAACG ATGCCTTGGCAG AG AGGG G C 
ACCTCTGCACA 

TGGAGCACCTCCCAC CCCTCTTTCACTAG CTTTG ATG 
ACTG CAG AGTTGTTCCTCTCATCTGTTCTCACTCCTC 

AB_AK_05 MA IMA 1 1 0.375 0.5 0 15 445 T [T/C] CTCACCAAG A GCTGCACAG TTTT ACTTCTTG G 296 19.50 1086 

ATATGTT ATCCC AG AGATGCTACTACCATCACAAGT 
TCATCTC 

AATCTAAAAG A A A A AAATATG G ATTTC AC ATCTA G G 
AAAACCCAAACCAAACCCAAAAAG G CCATGTGAG C 

AB_AK_06 MA MA 0.25 0 0.625 0.5 0.125 244 4 4 TAGG[A/G]CACCTCAAGTGTGTGAGAGGTGCTGCT 329 36.57 1150 

GCCAGAGTGCACTCCTGGTCCCACTCCCTGGAAACA 
GGGACAGAGATG 

G A AC AG G GT A ATT ACTCTG TCAGAGAAGAAG CTTC 
CAGGAGGTGCCTGAG A AGTGT A AATC ATGT AC AG A 

AB_AK_08 1 52827600 0.5 0 0.5 0.5 0.5 2 44 55 AAAAG[A/G] TTTT CAGACAAAAATAAAAAGCATCTG 462 24.68 893 

TAAG GACAACAAGTAGTGAAGTGATGGATGTCCAG 
AC ATAC ATAT G TA 

C C A C A C CTCACT ATTGTTACTA A AG TCAGCTGGACA 
CTCCTCTTG TCTCCACGTG CCCC ATC A ACCTCTTTG C 

AB_AK_09 2 18244201 1 1 0.5 0.8 1 2 4 4 5 5 TT[G/C]TGTGTGGATGAAGGAGGGAGAACAGGATC 362 33.73 449 

TGGCTGAGTGTGGGGC CTCTTCTCTC AC ATCTT AAA 
GAGGATGCAA 

TTTTTTCG ATAG G CTTT AAT AGTTTA ATTTAAC AG TC 
TTAAA C A C C G TCT AT ATT ACTG AGACATAATGTGTAT 

AB_AK_11 7 5412014 0 1 0.5 0.875 1 14445 T[T/A]GAGATTTGAGCAGCTGCATGGCACAAAATAA 279 17.06 234 

TATTTC AC ATTTATATTGTGTCTTTCATG CCG AAA A A 
GCTGAAA 

C ACCTCTTCC A A AG ACCTTTG GGAGGTCTCCCAGCA 
AGGTGAGAGAGCACAGGGAACCTTCCAGCCACAGA 

AB_AK_12 MA MA 1 1 0.5 0.7 0.125 2 5454 CAGA[G/C]ACTGCTGCTAAGTGCAGGGAAAGGTCT 461 30.46 708 

C ACCCTCTTTG ACCCCAGCAGGCAACCTGGGAGCCT 
GGGCAGAGGCAA 

TGTCCAGGTACCTCCTCCACAGCTATGC CTCCCTTG C 
ATCTACAAACCTGATG CTTG ACCCCTCTGCATGTGA 

AB_AK_13 MA MA 0.5 1 0.5 0.625 1 2 5445 A A [C/T] A G A A ATTTTCCTTCTCCACACTTCCCG G C AT 355 17.11 1026 

AGCCACTACAAGGATTATAGACTGGATG C ATCTTTT 
CTTCAGAG 

CCCCAACTACTCTG CTTTG ATATCTGTGGG GTCTTTA 
TG G A AGTTC CTTT A AG AAGTCATCT ATG AG ATT A AT 

AB_AK_15 1 93984316 0.25 0.5 1 1 1 25545 GG[A/T]CGAAGCCTGCTGAGCTACTTCATGTGGCTG 248 31.31 822 

AGTGGCACCAAGGAGCAGCAAGCCCTGTGCCAGGG 
A CAG AG ATGT 

CTGCTGTATATCTCTCTG CT AC AAATAT AG A A A G T G 
ACTTTTTG AGGTTGCAGAG CAGTATC ACTGTG C ATG 

AB_AK_20 1A 60531085 1 0.6 1 1 0.6 254 55 CTG[T/G]ATGTGCAAGATAAGCTG CCTTT AG CTG GT 300 26.97 839 

GCTGGATGGACACTGCTAGCAAAG GTTTATC CTTT A 
CTGGAGGACT 

TC AG G G TATTATAT AAAG G A G G TTA CACAAGCAGG 
ACTGTTCCGG GTTT ATGT A AG GGCCACCCCAGCCTG 

AB_AK_23 MA MA 1 1 0.6 1 1 245 55 GCGG[C/A]AGAGGGATGGACAGTGGGACGGGCAG 237 22.41 528 

CGGAACAGGCGCTGCCGCTCGGACCTGGGGTCACA 
GTGAGACTGGGATG 

AAGGCTAAGG ATTCTC CTGGGGGG AGTCCTCAG C A 
GCACACACCATCCATCTGTCCCAGAGGGGCCCCCTG 

AB_AK_24 MA MA 0.75 0.5 0 0.375 1 2 5 4 4 5 CCCA[G/A]CCTACCATGTCCCTCTGTGCCAGTGCAA 433 39.49 1023 

CCAAAGCTCTCACCTCATGCTCCCAGGGACACCTCC 
ATCACATGGGG 

CCCAAAGGGGATCATCCGAGAGCTCCG ATTCTC G G 
ACAAGCCAATGGAAAGACTCTTGAGTGG CTTTATAC 

AB_AK_26 MA MA 0.75 0.5 1 1 0.7 2 4445 CGCC[T/C]GAGGATCAGGCCATTGCCCTGCCTCGTG 242 19.70 457 

TCTCCTCGG CTTTCTCC AG ACAAA ACTC CCTCTCTCC 
TGAGCGCTCC 

AAG AGT A A AT AGT ATTTTCC AT ATG AC ATTG C A AG G 
C AA AG TTTG AACTTTTG A AGT A A ATT ACCC A AG G AT 

AB_AK_28 MA MA 0.25 0.6 1 0.6 0.9 25555 AGC[T/A]GCTGGAATAAGGAG G ATT AT AG CCCC A A 285 8.94 307 

AG AG AAATG GGAATCCCCTCATGAAGTGCAAGGTG 
GCAGGGTAGAGA 

G ATA ATTTTTTTAG TG ATTCTG C AGTTTG TTG G A A A A 
C AA CTAA GAAAAAATAAACCTCCAAG G ATT AATTTC 

AB_AK_29 MA MA 1 0.6 1 0.9 0.375 254 54 AA[G/A]CACTGTG ATTTTTGTT AT ATAG GAGGGTGA 384 45.25 1056 

TG A C CTCATCCCCT AGTTTATAATCTGTG AC A AAG AT 
GTAAGAAT 



AB_AK_30 MA IMA 0.5 



0.6 0.9 



AGGTGAGGCTGCCAGGGCTGTAACACAAACCTGCG 
TCCTCCCTGCCTGCTGAGGTTGGAGTGCTGTCAGCC 
AAGA[C/T]TGGAGGCAGGAGTGGG ATTTC ATTG G C 
TGTG GGAAGCAAAGGAG TCAA ATTG GTCAGGGAAT 
CAGAGGCCTCACA 



25.49 526 



AB_AK_32 MA 



0.6 0.6 



C C A C A C ACTTCTTG GCCTTGGGTCAATTGTACTATCA 
ATTGCCTTATACTGTGGAG C A A AAAATGTC ACAG CT 
TA [ A/ G ] A AC A ACG GTC AGTCTTG TA ATG CTGTATG G 
ATTA GCAGAAAGGATATTGCTCAGGCTGAATAAGC 
ATCACTGTCT 



17.03 270 



)_01 MA MA 0.5 0.125 0.625 



GCCCCATTCACCAACCTGAATATGACAACAGGCTTA 
G TTTATTT ATTG A ATTTCCTC ATTTA CCCACAAGCAC 
TG[T/C]AATATCTGATG C AAATAAA A GCAGTCAGAA 
TGACAATCTGTAG CATCTTCTA ATCTGT AACTGTTTA 
AACTGGGG 



371 17.33 



)_03 5 7709232 



0.3 0.7 



A A ATC C ATTTTT A AG AGAAAAGCCATAATATAAAAC 
AAGCAGGGCTAGAAG CCAAC CAA ATGG TCTG ATTT 
GAGA[C/T]GGCAAATCCTGAAG CT ACTTC ATACTGT 
ATTTG GAAGCTTGGGAAGCTG C ATTTG AG TATAGTA 
CAGCTACATCT 



179 28.34 



)_04 Z 64567518 0.25 



0.3 0.5 



CAGGTCCCAGGGGACCTTGACACAATTCAGGCGGG 
CTG ATG C A A ATCTC ATG A A ATTCAATAATGTG AAG T 
GCAA[G/A]GTCCTACACTTGGGTCATGGCAATCTCA 
G GCTACAGGTTG G GTGG AG AAGTGTG AGAGCAG C 
CCTGCAGAGAAAT 



191 52.75 



>_05 MA MA 0.5 0.125 0.6 



G G TTTAA GCAAACACTCCTGTCAGGGCC CATCCT A A 
CTGTCTGGG G AG ATCTGTCCCCTCTATTTG CAGTGT 
TCT [ G/A] CTCTTG G G CTTC CG TTCCCTGTTG AG ATA A 
ATTAGGCGTGTGGTCAGCTTGGACGAAAAATGAGA 
GAAACACCAC 



435 49.91 



i_PRBO_06 1A 66726170 1 



0.6 0.9 



TCTG CCAGTCTTCCTG CTCCAAATTGCTCCTACTGAC 
CAATTCCCAACTATCTCCAGGCAG AAGGG G CCG CA 
GTC[A/T] GTG GG AGCTGCAGGGAAGCAG G AGCAGT 
GGAACAAAGGCAGCAGC 



191 8.28 



)_07 5 7708797 



0.25 0.625 



TTAAAGGAGTGTGTGGGAAAGGAGGCAGGGCTGC 
GCCTCCACACTGTGTTGTACCAG CTTA CAGAAGCCA 
CTGCT[T/C]TCCCTGGGAAGGTCCAAAGCTCTAGCA 
CCCAGCTGCTCAAATCCCATCCCCCGAGCCCTCTGCC 
CAGCAGGGAGG 



376 33.32 



12 10079166 0.75 0.375 0.6 



TTA A A ATC CTGATCACCCTCAGAGCTATGTCCTGCTG 
TCTCACTGACATGCTGTGTGGGAGAGGCAGAGTAC 
CAG[A/G]CACACAGTACAAG CCTTG C A AG C ACAAA 
G A C ATTTG GTGAGGCCATGACAGTACAGCTG TTTCC 
TCTGTTGTAAC 



329 25.71 



)_09 MA MA 0.75 0.375 



AATATTGTTATAG ATG AC ATGGATGG G G ATTG AATC 
TTTC ATT AGT A A ATTT GAAGACGCCACTAAGCTGGG 
AGC[T/C]TGTGTTGATCTATTGGAAGGAAGGATGGC 
TCTGCAGAGAGACATAGATCAGATGGATGGATGGG 
CAGAGTCCAAC 



382 82.54 



l_10 MA 



0.375 0.875 15 444 



AC C C ATTATG CATTGTGGGGTGTACCTTGTTGCTTC 
ATG CTTTC AC AG CATCTGTGCAACAGGGTCCTGATC 
C AC [ G/ A] A AG AA A ACTTCT AG ATTC A A AAT AAT AG C 
TGTTGTCCATTGAAAG CTTTCCCTC AG GAGGTGAAC 
CACAGAAATT 



255 21.71 



l_ll Z 31039342 0.5 



GAAAATGGTAAGTGATGATTTATCAAAAGCAGATG 
A ATA ATTCTT A ATG AG AAAATATATC AG C AG AAATA 
AT CT [ A/G ] TTTCTTTA CAATAATAGACTGA CTTACAG 
G TTTATC AATCTTG TTC CTTCTG AC A AGTG ATTTA G A 
AAAAAATTG 



190 14.04 



i_PRBO_13 1A 48408035 0.75 



0.9 0.4 0.2 25555 



AGACCTAAAAATGCTAAGACAG G ATGT AAAATACC 
TT ATTG CATCACTGGTCAAGGCAAAGCCCTGCAGTC 
C C CT [ C/G j TTTT ATCTTAAATG ATAAA AG CTTT ATTG 
CCAGTCAATAAAATGCACTGTGCTAAACCCCACGTT 
ATTTAGCATA 



391 19.72 



I 14 MA MA 



TTA A A A GCATCAAAAGGTGGG AG ATTT AG TTG CG C 
TCTGTCTAGGCAGGCAGAGAGGCATCTTCAGGACT 
ACAAA[A/G]CAGTGAGCCAGGTGCACAGCAGCCAG 
TGCCCTGCAGCCTGG C AC AGTCTTT CAGGGGCAG 



187 51.61 



l_15 9 15661046 0.25 0.25 0.3 



GGGCATGAGGTAAAGAAAGATTGTAGAGCATAGG 
AG ACTTTCCTTTTC CATCCTGTTG ATGAGTTGATAGC 
ATGA[C/T]GTC CTCCTTCC CATGGCCAGACCTGGCTC 
CAGGCAGG AG AAA A G G TCTCCTTC ACTG G G C ACG G 
CAGGGAGACAT 



390 19.91 



l_17 2 46885560 0.5 



0.9 0.5 



TCTTAATGCATATGCTGTACATAGTAGGTTCAAAAG 
CTT AGTGTTTG CCAAAACAGATGAAAAACACTACCT 
TAA[T/C] CATG C A ATTACAA GAACTCCTTGTAAACTG 
A C CTATG G AATAA CATGCAAGACTCTGGTGAAATGT 
AATACAAAA 



333 16.47 



l_19 MA MA 0.25 



TTCCCCCTCAAGCAACTAAATTTCAAAATGCAGAGT 
CTAA GTC CTTCT AC A AC AG ATTG TC A ATCTATAATAT 
C A [ G/ A] CTGT AC AGT A A ATTAG ATAGAGCTCCATGC 
TTC AGT ATTG TCTCATGTCTGAGACTCAGGTGGTAT 
TGATGAGCT 



373 22.58 



)_20 MA MA 0.25 



0.9 0.5 



TTTCCC ATT C CTTTTG GACACAACCCTAAGCAACTGG 
ATCTG ATCTC ATTGT A ACCCTG CTTTG AGCAGGAGG 
CT[A/G]GGAGGG AAATAAC CTG AG GTCCCTTTC A AC 
TGAAATAGTGATGCTGCGATATCTCTAAGCTGGGA 
GACAAAGCTC 



254 30.72 



)_21 MA MA 0.5 



0.25 0.1 



GGAGCTGTAATGCCACACACCAATGTTCATCTCAAC 
ACGGGTTTTCAGGGGAGGGAGGCAGCAGAGGGGA 
GAGCC[A/G]TGCCTAGGTCCCCTTGTGGAATCTGAT 
TTCGATCCTTCCCACTAGTCCTGGACTTCCTTCCCA 



365 29.14 



t_PRBO_23 8 18544125 0 



0 0.4 



ACAGTCTG TTT A A AA CTG CTC A AT ATTG G T ATC A G TT 
TATTGACTGTG G ATTTG TC C CTCAATT ACC AGTG CCC 
A[T/C]GATGGCAGGAGCTAATGCACTGCAAATCGC 
ATTGGAGTGG CTTT ATT AG ATTT A A ACTTG ATACAC 
GCTTATGTA 



341 18.33 



)_29 MA MA 0.75 



TTTGT AG ATAAGGGAGGTTTGCAGGCTGTAGTTCTG 
AATGAAAAAGCTGTCCCCCTCCTTG G AAATGTACTG 
CTG [C/T] TAATAAA C G ATTTCCT AGTG A A AAATAG G 
A ATC AG TTTATG AAAC ATG ATCAT AATGTTGTCTCTC 
TTTGTGATG 



300 12.17 



l_30 MA MA 0.75 



AACAGCATATCCCAGATATCC C ATTTCT GGTCAAACT 
ACCACAATGAGAGAGGTTGGTAATGCCTCTGGTCA 
GAG[G/A]AGAGGAGGAAGTGAGGAGGACATGTGA 
G G G A A A AC AACATG GTG G CACCAAG GTCAGTGGA 
GAAGGAGGGGAGGG 



48.00 2485 



>_31 MA MA 0.75 



ACC CTTTG GATCTCTTCATCCCCATGCCATTCCTGTG 
CTTGGGAATCAG GCCTG AGTG GCTG CAAAGGCTGC 
TTG[T/C]CTGCACTGCTCTG CTTTT AG GGGAGTGTG 
ACTAAAGTCTC CCCATTTT GGCCTCCCCGAGGAGAA 
GAGAAGCACA 



385 26.00 



)_32 MA 



TAATACGGTGGAGGGCTGTCTTGTCATAATGAAGTA 
ATTTAACATGTG AGTGAAGG CTCTCATAAAATGTAA 
GTT[C/A]TTGGGTCACCCTG CCAATGTG AAGTT AG G 
TG TTGTCTTCTTG CCCCTTC CCTACTCAG CTT ATC A A 
ACTGGAAAA 



269 14.72 



)_33 MA 



0.3 0.6 



G AACATG TACACAAACCTAGCACTTGAACAAAGAAC 
ATCTGTATACTGTGCCCG CGTCTGCAAAG CACCAAA 
ACA[C/T]TG TATG GACATGTAC CCTTGT ATC AG C AG 
CAAAGAGCAG G ATTTCTA AG G G CTTTG TGGTTGGCT 
CCTCACATTC 



245 22.46 



i_PRBO_34 MA MA 0.5 



5_SW_02 13 5182930 



0.7 25555 



TGAAGTGGCACAAACCCTGAGCCCGGGGACATGCA 
G GGCCCTG CTG C CATTCTCTTCCACG CTGTGTTCTGT 
GCA[T/C]GGGCGGAGAGGAACAAGGGCAGCTCAG 
G CTGTAAA GGTCCCTGTCCTGCTGCTCCAGCTGCAC 
AGCACCGTAGCG 

A ACTTGTATTTG T ATTG CTAT AAATT A A ACC AGTTGT 
TCTTGTCTA ATC ATTG GTGCACACAGGGACCAG CTG 
TT[C/G]TTCCTC CTCATCTT A ATC ACTTT ACACATTTG 
ATG GTG GTTCTTTCATG CTTTCCTG G GTTTCTCTTTTC 
TGTAC 



387 38.53 



378 17.09 



i_SW_04 24 573576 0.25 



AATCCCATCTGTATGG CTTTTTT ATT A A A AG AT A A A A 
AGCTGGAGTTCACAGGAGTTAG C ATTAA G TC A C AG 
TCC[G/A]CAGCAATCCGAGGTACTCGCTGGCTGGG 
GACTCTCTCTG TTTATTTC A A AT ACCCCTTTATC ATCC 
TGTTGAAAG 



9.98 486 



i_SW_05 MA MA 0.25 



0.8 0.9 0.2 24555 



AAAAAAAAAACACTTCATGTACTGCTTAAGTGACA[ 
A/C]TCCCCCCTGCATCACATCACACAATAAATCAAA 
A A AT A AC A AA ACATG CAG CT ATTG AG CTTC C A A A AT 
TTGCCA 



22.18 487 



i_SW_07 1 52977777 0.5 



AATGCAGTTTAGAGTGGCAGTGGGAAGGGAAGTG 
CTAG AG TTTTG ATCCATATTCCCAG CACATGTCC ATT 
ATAC[A/G]AGGATGGAAGTTCTGGTCTGGTCACCTC 
TATCTCCCTC A GTGACAATATGATGTG CTATCATG A 
GGATGAGTCAG 



296 10.03 



5_SW_08 1 74621794 0.5 



TATCAAG CAGCTTTCAAGTGG CTTGTAAG AGATGAA 
TTCCAGTCC ATC ATA ATTAA CTCT AAAAG TCAG CTGC 
CT[T/C]CTGTGTG CTTAG TTTCTTCTG TTCTTCCT CCC 
CTTT AGTTTTGTCTTTACTTTG ATGTTC AG CTTTGTTT 
TCCCT 



397 20.15 



l_SW_ll 3 31465368 0.5 



1 25455 



G ATTTTT ACTT GCTGCCAG CTTTC ACCCCT G CCTG G A 
G AGGCAGACTGTTCACCCTGTGG CATG CACTTTCTC 
CA[C/G]ATGCAGCTGGTTCCAGCTCTCCCCTGTTCAT 
C CTG G G TTTTTTG TCAATCATCTCTTG CTACAACTTG 
AAGTGAA 



269 10.23 



AK_PRBO_01 1 19055546 



CCCCACTGCTTACTTCAGAGTGTGATCTTCCCTCTTA 
CTTCTG GT A ATTTC ATTAG GTTG CT A AC AAAG CTG A 
C G [ G/T] TG ATTTATC ACTG GTTTTCAAA ATTG CTCTG 
AACT GAG AAAG GTCACACCTCTCACAG CTG TTGTTG 
CAG GTTG T 



340 26.70 



AK_PRBO_02 MA MA 



ATTCTAAGGCGTAACT6TGTTTTCTGC CAAG G A G G G 
ATGAGGGATGTG A AATG AG AC AA ATA A ATG G TA A A 
GGAA[A/G]GCGTAGCACCCAGTTCAGTGG CCCAAA 
TAGTCATGTTGGGTGGAGAGCCAGACACTTCTTAGA 
G G T A AG G AAAGG 



367 24.61 



AK_PRBO_03 MA MA 



0.625 0.125 



CTCACTGGAGG A AC AC AT AGT A ATTTTAT ACCC AG C 
TATTGAAGAAGATGAGGCCAAGCCCTGAGTGACAG 
A C A C [ A/T] TTG ATG AAA CAACACATGAATGAAACAA 
AATTGTACTAGAAAAACAGTAAAACAGAATTAATCA 
TTGAGGGCCCT 



379 15.43 



AK_PRBO_04 7 22925324 



GGTTTCCCTTTCCCAAGGGGGAGGTCAGGCATGGC 
TCTCATG GCTGGGTCCAGGG G ATTG CC ATC ATG GT 
GTGGG|T/C]ACGATGACCACAGCATGTCCCACCAGC 
TCAG CTG CACTGG GTCCCGCTGCAGCCAGG AG AGT 
GCATGGAGAGCCA 



390 38.71 



AK_PRBO_05 1 55121471 



0.5 0.25 



TAGGGGTAAGTGTGTAGGGACTGGTTGCCTGTCTG 
GAAGAAAAGAAGAG A A A AAAAC AA C CTT ATTG GT A 
C ATTT [A/T] ACTCTCTTACAG CAGAAAGGAG GTTTTT 
CTGATAGACTCTGTACTGCCCAAACATACCTCATGG 
TCCTGAAGCCA 



355 26.20 



AK_PRBO_06 1 87374294 0.5 



TTGTTACTGCTGGAATCATTTAAGGACCTG ATTAA A 
G CTG G CTTTCTC ATCTA G G CTG ATTTCC AT AG G AAA 
C A A [G/C ] G CTTG TGTGGCCACTCTGCCTGTCC CTTT A 
GATGTGTCAC CTAATCACAGTAGTTTG ATG ATC A AG 
TTCACTTCA 



337 27.61 



AK_PRBO_07 MA IMA 



0.3 0.7 



G T A C A G A A ATTTTG TTTT A ATTC C A G CTTT ACTG A AT 
GTGCTTCTGAAAG CACAA A GGTACTGATCACACTTC 
TG [C/T] CTG ATTTTTAG GGTTACAGTGACAGTGCAA 
A ATG TCAG A ATTATG AGTAAG TTAAAA A G C AG TG CT 
GAGTTGTA 



277 10.95 



AK_PRBO_08 1A 50103968 0.5 



0.8 0.25 



CCTACCCAGG TGTTTCT G TTGTTTC ATG ACTAGCCCA 
C A A A A A A AAAAATCAATCTTG C ATTG A ATTTAA CTC 
C C [ G /A] T G TATATT A AAG CTC AT AG CTG G AAA CATC 
TCTTGTTTTTGTC AGTG GTTCACTTCTCCCTTCCCTCT 
ACTGTTG 



233 22.71 



AK_PRBO_10 1A 48784106 0.75 0.75 0.375 



G AATGGCATCGTTTG G G AATTG CCTG CTTGG AT AAG 
GAATGAACTAACGAGAG CTTG GATAAAGCAGCTCA 
TTTT [C/T]AAAGTGTTCCTCCGTGCTGACTCCCATCG 
G G ATCTCTTG AGAGACCTACACCACCAGG CTGGAAT 
TGCATGGGAT 



315 21.46 



AK_PRBO_ll 2 27946810 



0.9 25555 



C AT G C A CTTTTT CAACCTTGTAAACTCTAACATAAAA 
AAAATAACAGTGTGTA C ATTAG A A A A A A A ATG CCA 
AAT[G/A]CCTAGCACAGCTGAATG TTTT ACT AC AC A 
C A ATTCTCCCTT A AG AATAAATGCAAGG TATTTG A A 
GGAGATTCTA 



34.58 1334 



AK_PRBO_12 MA MA 



CCTTAG AG CACAAG AACTTG CAGCCTTTGCGAG ATG 
A A AG C A ACCTTTAG A G G AT AG A A AG ATTTC C CTCAA 
AAA[C/T]ATGAGG CTTC ACTTTTTAC AG TCTG C ATTT 
GCAACATGACATAAAATCCATGCCAG ACTG TACT CC 
TGGTTTTTG 



296 29.49 



AK_PRBO_14 MA MA 



0.2 0.75 



ACCCTTCCACTCAGAGACTTATGAGATGTTGCACAT 
CCTCTGCCAGAGCTGTTCCCACCTTCCTGTG G AATCC 
CC[T/A]CCCTGAGCTCCAAGATGTGTGGGCTGCTCC 
CCACACCTAG CAAGGGCGAGTGG CAAGTG G G C A AC 
TGACCCAGCC 



254 43.19 



C PRBO 15 1 91999876 



AK_PRBO_16 2 17653584 



TAAGATGATCGTG TTTG CCCTCTAGAAAATTCAGCC 
TCACAG GTG G AACG AGGCCCTG ACAG AAGGG CACA 
GTGA[T/C]GTGGGGGAACAGCAAGGGGGATAAAC 
AGCTCCGG G CTG C C CTT ACTC ACG CAGGGATGCAG 
GTGCTCAAGTGCGA 

AAATGATAAG A AC AACAAA ATAA A AC AG TTTCT AA A 
AAG A AACCCC AGTG AATG CAGTTT AG ATG C ACACT A 
CTA[T/C]CTTCAG CAAATGTCAG CTCAAGCTCAGAG 
TTT ATTG ATTGTGGCTCAGCGCTGGTTCTGCTAGATT 
TGCACTCTT 



427 30.21 



431 38.19 



AK_PRBO_17 2 72818899 



CTGAATCTAACATCTCCTGCCTCCTTCAGTGCTGTTT 
CATGGCTCTGTGACTCCTCTCCTCTG CTTG TG ACCTG 
C[C/A]TCTCAGAG CATCTTTGTTG CTCCCCCCTCCCC 
AGCAGAGCAGCCC 



174 35.10 



AK_PRBO_19 24 5589755 0.25 



0.5 0.2 



CCCCTGTCTTGTTTGAAAACCCAAGGAAAACCATCT 
C AG AG G A AT A A AT AT A ATTATC A CCACAGCCCAGA 
GAAA[C/T]G CTC AC A ACTTA A GCTGGCCCTGACACA 
AAGGAATAGATAAATAATGGAGAGGGAAGGGGGA 
AGCCAACACTGCA 



221 24.19 



AK_PRBO_20 1A 48656370 



TTTCCTTTC CTGGCTATCAACACCTCCTACTTCCACCC 
AAACCCCACAGCACTGGCAATCATCTGGACAGCCA 
GA[G/T]ACAACTGGAAG GTGTGTTTG G ATG AC ATCT 
GTG CTAGGTGGTCACCTG CAAG TAG G G AAGCAAGG 
GGCCTTGCTG 



364 31.31 



AK_PRBO_21 MA MA 



0.5 0.125 25554 



TAATTGCAATTTTGTCTAATCTGTACTTGGCTAGAAA 
TG G A A ACTCC A ATTA A A ATAT G G A A A AT A ATATTCT 
GC[A/G]TCAGTAGTCCTAGAG A AGT A A AAAG ATTC A 
AATATCCCTGCTGTACAG C A ATTATTTAAAC ATTTTG 
CAT ATTC A 



259 22.96 



AK_PRBO_22 MA MA 



1 25555 



GTGTCAGCTCCCCGGAGCACAGGAATGGAGGGTCC 
GGGCTCAGGGATGGGTGTCCCCTTCCCAGC C ATTCC 
TGAC[T/G]CACAGAGCCCAAAACAGCCCTGGTCTCC 
TCAG CCCCATG G CACTCTTG GTCCTGTGG CACCATC 
GCTACCCTTGC 



316 17.81 



AK_PRBO_23 1A 54877748 



TCCCCAAAGAATGAATACCTATATAATTCCTCTATCA 
G CC AG G AAAATCTC A AG GCAGACTAGGTGCCTTCA 
CTC[C/T]TGTATGAAGAGAGGG CTCTCTATG G CTG A 
CAAGGGACAGTAAGAAACTACAGAAACTTGGAAAA 
GGCCACAGAAT 



279 34.84 



AK_PRBO_25 MA MA 0.25 0.5 



0.5 25554 



AAAAATAG AT ATTTTTG CTAGCTTTCCTTGGGTGTTT 
TTTCTGTTCTCTG CCATATGTGTGGTGCAGCCTCTCT 
C[A/T]GTACGTGGGTGTTCAGTCAGGCTGTCAGTCA 
CTGCTGCAGGCACAGCAGCTGAGGGGCTCAGTGTG 
GGGCTCAGC 



221 33.21 



AK_PRBO_26 MA MA 



AGTAAACTATCTAAAAATATTG ATTTG CACTGTCTGT 
GCTTCTGCTCTCTGCCTCTGACCCGTGGCCTCCTCTT 
G [T/ C] G T A A AC AC AC ATTCTTTG GTTG GTGAGAGAC 
ATAATGATGGTCTGGTTCCATAAGCTGAAATCACGT 
TTGTTTAA 



241 10.08 



AK_PRBO_27 MA MA 0.75 0.75 



AGGCCTCCCACACAGACAGCTCTGTCTG CCTTC C CTT 
CCTTCACACACTCAAGGATG CCACATTC ATTAG CG T 
GC[A/G]TCTGAGCTCAGAGCCCTCCATCCCTCACCC 
GGTGTCCTCTG CCTGTTTATTC A AG CTT A ATG CCA A 
GGCAAATAA 



448 27.98 



AK_PRBO_28 MA MA 



0.9 0.375 



TTAGTGT AG GTACTTGTGTGGCATACCAGCCCTCAC 
TG G CTTG CCCTT ATG TA ATTCTAG G C AC ATATGTTTC 
AC[A/G]TTCAG TTCTTTC ATTTCATTTC A A ATG TC ATT 
TAC ATTTTTC ATG TTT AC AG G CAGTG ATTC AGTTG TG 
GATGCC 



462 13.63 



AK_PRBO_29 MA MA 



0.625 0.5 



ATTCAATTTCCTG CTG G CTATTG ATCACCTTTGATGT 
TAATTG CATCTTC ATTCTTTG TTTCTCTTA AC A ATCTT [ 
T/CJTCCCAGCCCAGGTGTCTCCAACTGCACTAGAAG 
TG G TA ATG TTCATT ATTG TC C G TTAAT AGTT ATG GTT 
TATCT 



351 15.08 



AK_PRBO_32 MA IMA 



TTGTTTG TTTG TTTTTTTTTTTC CACAGACTCATGTAG 
TTG GG TTTTG GCAAGATCACACCATG CCCC ACTTG A 
A [ C/T] G TG TTTTGTCTTG AATCAGGTACTCAAGCATG 
CATGGAAAGCCTG TATTTCG CCC AGTG ATCACTTGC 
ACAGTAG 



253 23.73 



AK_PRBO_33 MA MA 



0.9 0.25 



ACGAGGATTAAGAGAGGACTA C ATCAACACAG TG C 
TCTACAGATGAACCAGGTCTAGATGAACCAAGAGA 
ACACA[A/C] G AAATG AA GTGCAGGGAAGAGAAGG 
AC A A ATTG GGAAGATCTCTATGAGCTGTGTGTGCA 
GCAGTGCAC 



421 38.79 



East_West_01 Z 66755642 



TATTT AG TAAGGTATGGCTACACATTTATACTAATTA 
TT ATT ACTTG AATAGATTTCACTAACTTTGGGTAAG 
GT[A/G]CCTCTCACCAGGCTGTGG TATAATTTGT ACT 
AGAATACTG TTTTCCTTTCC A A AC AAATG CAG C AA A 
TTAGAAAA 



263 27.01 



East_West_03 Z 23626857 



AGTGGCTGCTTG CACAG CAGTG AAGTAACACACAT 
G TG TG G G ATTTTG C ACAATGTCTTG AAGAGCACTGT 
AGCT[G/T]CTCAGTTGTGTGTGGGTGCTGTAAAAGG 
G TACTG AATG ATCCT AG AG AG G GCCTAATG CCAGT 
ACAAAGGAAGGT 



19.42 499 



East_West_05 5 14184645 



CACTTGATTATTTTCTAACACAGGTCACCATTTTTAT 
G A ACTTA CTG AC C AA A ATA ATTTC A AGTTC AC AT ACT 
A [ A/T] AG G GTTTTTCC ACCT AC AC AC ATTA G A ATC A 
G G CTTGTTGTC A AGTCC ATCTTTTC ATTCCTTTCC ACT 
CCCAGT 



353 8.13 



East_West_10 18 9024958 



TTCTCCCTGGGCTTTGGAACATCAAAACAGCAGAAT 
A ATC CATTCCC ATG GTTCGGACTCTGCTCCCTCACAG 
AT[C/A]CAGGAGG AGTTTG GCTGCGTTGACCCCTCC 
TG CTGG CTGCTACTG ACCCTCACACTG ACCTCG G CT 
GTGCAGGAT 



350 45.73 



East_West_12 1A 51827765 1 



AATCCTCTGTATGTT C ATTTT A A AG CCTGAAAGACA 
AGATAGCCCATATAACAGCAGCAGCAATTTCC CATA 
A AG [T/C ] G CC AGTTTACTG AG A G C C C A C CTTCATTTA 
ACAAGTGTGACCAATAACTGG 



201 25.44 



East_West_15 6 15555868 



AAATAACCTTGCAAAATGAAGCATTGCACTCCCTGT 
A AT AC AC A A A AC ATTCCTA GAGTAACACCTGGGACA 
AGG[T/A]TCCTTCCCAGAGAGTCCCACCACCAGCAA 
AAAACAAAGAAC CAC ATG AATAA A A AC A A ATG AG A 
GACCAAAACAC 



19.21 954 



East_West_16 Z 31672467 



ATG TTTTC ATG C ATTTTTTTTTC AC ACTG GACAACCA 
GATCTTCTGCTGCAGCGGAATCATGGTTCAGACGG 
AGA[T/C]ACAACAGCTG AG ACAA GTTACTGAGAAG 
CTCCTG G AATG CAGAGGCAAGGACTGACCAGACCA 
TGTCCCTTGTCA 



35.54 1582 



East_West_17 3 50903092 



GAAAGATGCCGGGAGAGGGCCAGCCGGGATGGCA 
TCTCAGGGAG GGAGAAACCTGTTCTGAC C ATAA ATT 
ACTGA[T/C]TCCTGTGCTCTGCAAGGAGTCCATTTA 
GGCACCAGCAAATGGTTAACAGGATGGGTGAAGGT 
AGCCAGAACAGGC 



370 19.04 



East_West_18 5 6669499 



CCACAGGATGGAGGGCTGGAATGGGATGGGGACA 
CCCACCTGCACCAGCGGGACGAGGGCACGAACATC 
CCG CTC[T/C] G ACAC CTG G ATTTCCC AG ACCAGTTTG 
TCCTTCTGCGCCTCGGGATCCTGGCCGGGATACTCC 
ACCTGCCACGTG 



421 31.29 



SW_AK_02 MA 



CAGGTACAAGGGCTGAGATGAGATCTTAGCGATAA 
C A A AG TTTATAG GAGACATTGCATGCTTGAAGTGTA 
GCAA[G/A]AG GT ATTG CTG G TTTTC AT AC AG CTGTG 
AAACAAGATGTAAAATCTCGATAAAGTATCAAAAA 
GCAAAGAAACCA 



346 15.29 



SW_AK_03 1 93977276 0.25 



1 24555 



GGAGATAACACACACCCTCAAAACTGCACAACTCCC 
CATTCTCTGTGG CACAG GACACAG TAA GCAGCCCTG 
AGG[C/A]ACATCTC CTTCTTC C C C A CTTG CTCTCCTG 
ACATCCTCTCCACCTAACACTCACTTCAGCGAATGCT 
AGGATGAG 



437 17.83 



SW_AK_04 1A 39550183 0.25 



TAAAATAATAGTATCCCTGTGAGATTACACTTTCTTG 
AGTGATATG CTG AAA AAA ACCC A A A A A ACCT A A A A 
A AC [C/T] TCTCTCTTTTC ATTATTAATTC ATTTG ATTT 
CAGCAAAAGTCATGCTGAG C A AG AT AAAAC A A A AC 
AAATG A A AC 



341 12.67 



SW_AK_05 MA MA 



0.75 0.75 



AC AC ACC CTGTTTT AT CCAGTAAGAAAATTATCTGA 
AGTGGCAAGG CTTG ATTC A GCTCTCATACAGATACA 
ATC[C/T]AAAAG C A ATTC CTCCACAGAGAATGAAAG 
TC CTG AAA A ATTCAATCTCTCC AC AG G GTTTATA CAT 
TTTGGGTTT 



28.75 733 



SW_AK_06 5 49236409 0.25 



0.8 0.9 



0.8 25555 



TCCAG G GTAAATG AG ATT CAG AAATTAAATACAAAC 
ATA ACTTC CATCTG ATC ATCTTTC AG CTCCAGCTCTG 
GCjA/T]GGG T A AC ACT ATTAA A AG AC ATTTCCACTG 
AAGGAAATAATATGCTGTGCCAC CTTTTC AC ACCTC 
CTGGGCTAA 



359 17.75 



SW_AK_07 MA MA 0.25 



0.9 0.7 



ACTCAGGCGTTGCTG CAAG C CTTTG ATATGGGAAG 
G A A ATG CTTTCTT A AAAAAG AG CTG CTTTCTTTTTG G 
GGC[T/A]CTGGACCTCAGTGCAACTATCAAAGGAAG 
CTT ATG AT ATCTTTCA A ATCA A ATAG GTGTTACTCTG 
G AATG AG AC 



271 32.87 



SW_AK_08 MA MA 



SW_PRBO_l MA MA 



0.9 0.625 



0.6 2 5 455 



0.5 0.375 0.875 245 44 



AGCACCTCACAAATGTCAGGGACAGCATATGGGGT 
AG G CC AG AC AATCT AC ATCTG CT TT TT T GTCATTTG C 
TGC[T/G]GTGTCAAGATCTG CAT ATTTG TAG TG CTG 
AGAGCAAAGAGGATGATCCTATG C ATCTCTTTACTA 
GCATCTTGAT 

TGGAGACACAGAG CTTTG CCTTCCCTCTGTGGAAAA 
TCAGTTC A AAATG AGTAG A GAGGAAGAGACAGGA 
GGTAA[A/T]GGAG AGTTT ATG CAACACTAGACATCA 
G G A A A AG G AAA A G A AG G A A AAAA A CAGGCTGGAG 
AAAACAAGGAAAGT 



44.64 839 



13.71 765 



A ACG TTA ATG AATTTCTTTTGAGGAGAAGGACAGCA 
TTATTTTTC AAG A G A ATG ATTTCAG AA CAGTTCTGCC 

SW_PRB0_2 MA IMA 0 1 0.4 0.6 0.4 245 55 AC[A/T]GTGGCTCAGCCTGACTAG CATTC ATGTTTTC 338 25.84 1008 

CTGAGAACTCCACCCAGGG CTTAC AC ATG TG AG A AT 
GTGTGTAA 

CAACCGAGCAGCCATGCCCCTGCATGTCACCCACGG 
TGACAGCCGCACCTGCATGTCCCTCTGTGGCAGCAC 

SW_PRBO_3 MA MA 0 0.5 0.25 0.6 0 2 44 55 AGG[G/A]CTGAGCTCTGTGGAGAAGGGAGCCTGCA 407 31.49 689 

GTGCAGGGGATGCTGAGATGGGTGCAGATCTG CAT 
TTGCAAGCTGCC 

TTACAG C CTGTTC ATAC ATATTTAATG GTGCTGTGAC 
ATTTCCC ATTG TG A G CTG ATTACCTT A ATTG CC C AG T 

SW_PRBO_4 MA MA 1 0.7 1 0.4 0.1 25555 A [ C/T] TG CTCCTGTTTC CTGATGGAATGCCACTCACG 185 42.12 1357 

TGAGTGAGAGCTGCTCATAAACATGAGCTG TTCAT A 
AACATGG 



SI Table 3. Fst calculated according to Weir and Cockerham. Values with * are significant at the p<0.05 level. Population names associated with each letter are listed in Table 1 and Figure lb. 



W 



0.01858* 0.02273* 0.02704* 0.04896* 0.09331* 0.08988* 0.1165* 0.16414* 0.13838* 0.15951* 0.17661* 0.15302* 0.14837* 



0.010 0.03333* 0.01876* 0.04999* 0.08923* 0.07853* 0.12119* 0.17163* 0.14547* 0.17152* 



0.03025* 0.0401* 
0.03667* 



0.04123* 0.08681* 0.12755* 0.12106* 0.15445* 
0.016 0.04626* 0.08134* 0.08922* 0.11482* 



0.20777* 0.17983* 0.20123* 



0.18003* 0.16807 
0.21553 



0.1528* 



0.18126* 0.14613* 0.17108* 0.19103* 



0.19462* 0.18557* 
0.16936* 0.1624* 



0.006 0.05465* 0.105* 0.08352* 0.12869* 0.17277* 0.14326* 0.16261* 0.18803* 0.16866* 0.16795* 
0.04483 * 0.09493 * 0.08244 * 0.1144 * 0.1699 * 0.14184 * 0.16829 * 0.1899 * 0.16354 * 0.16476* 



0.005 0.01635* 0.01729* 0.05775* 0.04357* 0.0803* 0.07746* 0.05285* 



0.002 0.04424* 
0.01922* 0.07279* 



0.02868* 0.04838* 0.06368* 0.05463* 



0.05035* 
0.05314* 



0.048* 



0.0807* 0.07754* 0.07076* 0.06776* 



0.03748* 0.01846* 0.04672* 0.04749* 0.03472* 0.03652* 
0.000 0.007 0.04466* 0.02767* 0.03914* 



0.001 



0.03674* 0.02863* 
0.04868* 0.04599* 
0.009 



0.03814* 
0.05678* 
0.01187* 
0.002 



0.08412* 
0.10528* 
0.11487* 
0.0902* 
0.038* 
0.04815* 
0.08501* 
0.14465* 
0.12003* 
0.16188* 
0.19191* 
0.17845* 
0.18112* 
0.19702* 
0.17644* 
0.16166* 



0.0761* 
0.0782* 
0.10311* 
0.0834* 
0.03256* 
0.01505* 
0.06961* 
0.12618* 
0.10769* 
0.13429* 
0.1899* 
0.15987* 
0.18359* 
0.19843* 
0.175* 
0.1674* 
0.03543* 



0.15631* 
0.16856* 
0.18444* 
0.16318* 
0.1157* 
0.09426* 
0.15028* 
0.20045* 
0.19341* 
0.20655* 
0.25771* 
0.23016* 
0.24379* 
0.26615* 
0.23816* 
0.23114* 
0.06442* 
0.05343* 



0.16419* 
0.18288* 
0.20245* 
0.18421* 
0.12535* 
0.10953* 
0.16471* 
0.20854* 
0.19778* 

0.2163* 
0.25658* 
0.23335* 

0.2461* 
0.26833* 
0.23417* 

0.2312* 
0.06312* 
0.06168* 
0.008 



0.53515* 
0.55155* 
0.56227* 
0.60275* 
0.52497* 

0.5593* 
0.54599* 
0.51057* 
0.51763* 
0.51403* 
0.55441* 
0.55105* 
0.54043* 
0.52345* 
0.54293* 

0.529* 
0.67878* 

0.5035* 

0.5553* 
0.57793* 



0.46875* 
0.47326* 
0.49193* 
0.49854* 
0.45527* 

0.4619* 
0.43475* 
0.43086* 
0.43751* 
0.42279* 
0.46185* 

0.4529* 
0.46475* 
0.45016* 
0.44202* 

0.4238* 
0.57398* 
0.43243* 

0.4793* 
0.48494* 
-0.005 



0.46167* 
0.46687* 
0.48788* 
0.49105* 
0.44565* 
0.45057* 
0.42527* 
0.42518* 
0.42893* 
0.41167* 
0.45351* 
0.44109* 
0.45638* 
0.44449* 
0.43488* 
0.42058* 
0.56929* 
0.42108* 
0.46735* 
0.46586* 
0.009 
0.011 



SI_Table 4. Assignment of wintering & migrant birds to breeding regions using GSI_Sim. Population names are 
listed in Table 1 and Fig. lb. 



Population 
(Fig. lb) 



Population 



Alaska to Pacific Coastal Sierra Rocky Eastern 
Alberta Northwest California Mountain 



Wintering 
















h 


Baja 


0 


1 


7 


0 


0 


0 


i 


Sinaloa 


0 


2 


5 


1 


0 


0 


j 


Jalisco 


28 


0 


0 


0 


0 


0 


k 


San Angel 


9 


0 


0 


0 


0 


0 


1 


El Cielo Biosphere 


15 


0 


0 


0 


0 


0 


m 


Veracruz 


20 


0 


0 


0 


0 


0 


n 


Oaxaca 


14 


0 


0 


0 


0 


0 


0 


Tuxtlas 


3 


0 


0 


0 


0 


6 


P 


Belize 


0 


0 


0 


0 


0 


1 


q 


San Salvador 


50 


0 


0 


0 


2 


0 


r 


Tegucigalpa 


23 


0 


0 


0 


3 


0 


s 


Honduras 


11 


0 


0 


0 


1 


0 


t 


Monteverde 


4 


0 


0 


0 


5 


0 


u 


Puntarenaus 


14 


0 


0 


0 


3 


5 


Migratory Stopover 
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SI Figure 1. Results of the population genetic analysis for Wilson's warblers across the 
breeding range using STRUCTURE. The following figure depicts the output from all 10 
runs at each K value (K= 1-9) and the data are plotted using the program Distract. 
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